IntaRNA
The INTARNA predicted mRNA target sites and the predicted SD sequence locations are given relative to the start codon. GcvB-gltI shows the first suboptimal target prediction. "n/a" indicates that no significant SD sequence location could be found. ∆P U SD represents the change, due to sRNA binding, in the probability that the SD sequence is unpaired. " [SD] " indicates that either ∆P U SD can not be calculated because the sRNA binds at the predicted SD sequence or the target site is in the immediate vicinity of the predicted SD sequence location (distance at most 2 nt). The regulatory effects were successfully predicted for all sRNA-mRNA interactions marked in bold in the last column.
